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Title: Identification of genes involved in soybean response to SMV infection
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I. Abstract Body (up to 250 words)
Plants protect themselves from virus infections by several different defence mechanisms. RNA interference is one prominent antiviral mechanism, which requires the participation of AGOand Dicer/DCL proteins. Effector-triggered immunity (ETI) is an antiviral mechanism mediated by resistance (R) genes, most of which encode NBS-LRR family proteins. MicroRNAs (miRNAs) play important regulatory roles in plants, including the regulation of host defences. SMV is the most common virus in soybean and, in this work, we identified dozens of SMV-responsive miRNAs by microarray analysis in an SMV-susceptible soybean line. Amongst the up-regulated miRNAs, miR168a, miR403a, miR162b and miR1515a predictively regulate the expression of AGO1, AGO2, DCL1 and DCL2, respectively, and miR1507a, miR1507c and miR482a putatively regulate the expression of several NBS-LRR family disease resistance genes. In order to reveal genome-wide gene expression profiles in response to SMV infection, we used transcriptome analysis to determine SMV-responsive genes in susceptible variety Hefeng25. Time course RNA-seq analysis at 1, 5 and 10 dpi identified many deregulated pathways and gene families. "Plant-pathogen interaction" pathway with KEGG No. of KO04626 was highly enriched and dozens of NBS-LRR family genes were significantly down-regulated at 5 dpi.
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